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ata cat gtt act ggt agt ggc 432 

lie His Val Thr Gly Ser Gly 

140 

get gat gtc caa agt ata geg 480 

Ala Asp Val Gin Ser lie Ala 

155 160 

gcc gaa att acc cca gat gtg 528 

Ala Glu lie Thr Pro Asp Val 

170 175 

ate aac geg gtg etc aat cct 576 
lie Asn Ala Val Leu Asn Pro 
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get gaa ttt ggc aca get ggc 624 
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< 2 10 > 2 
<2 11> 317 
<2 12 > PRT 

<2 13 > Leuconostoc mesenteroides 
<400> 2 

Met Lys lie Ala lie Ala Gly Phe Gly Ala Leu Gly Ala Arg Leu Gly 
15 10 15 

Val Met Leu Gin Ala Gly Gly His Glu Val Thr Gly lie Asp Gly Trp 
20 25 30 
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Pro Ala His lie Ala Ala lie Asn 
35 40 

Asp Asn Asp Ala Pro Gin Lys Tyr 
50 55 

Glu Val Thr Gly Thr Phe Asp Leu 
65 70 

Gin Leu Asp Arg Met Leu Thr Asp 
85 

Thr Lys Leu Leu Val Leu Ser Asn 
100 

Ala Lys His Val Ser Arg His Gin 
115 120 

Thr Ser Ser Leu lie Lys Pro Gly 
130 135 

Ser lie Lys Leu Gin Ala lie Gly 
145 150 

Asp Ala Leu Asn Gin Ala Gly Leu 
165 

Met Thr Ala lie Trp His Lys Ala 
180 

Leu Ser Val Leu Leu Asn Ala Asn 
195 200 

Asn Ala Met Asp Leu Ala Leu Asn 
210 215 

Gly Ala Ser Gin Gly lie Lys Val 
225 230 

Leu Ser Gin Leu Leu Lys Pro Glu 
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Met Tyr Gin Asp lie Gin Asn Gly 
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Asn Gly Tyr Phe Ala Lys lie Gly 
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Phe Asn Ala Leu Val Thr Arg Leu 
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Arg Val Lys Leu Ala Lys Gin Gin 
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<210> 3 
<2 11> 15 
<212 > PRT 
<213 > Leuconostoc mesenteroides 

<4 0 0 > 3 
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155 160 
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220 
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<210> 4 
< 2 11 > 10 
<2 12 > PRT 

<213> Leuconostoc mesenteroides 
<4 0 0 > 4 

Leu Gly Val Met Leu Gin Ala Gly Gly His 
15 10 
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< 2 11 > 10 
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<2 12 > PRT 

<213 > Leuconostoc mesenteroides 
<400> 5 

Thr Glu lie Asp Phe Leu Asn Gly Tyr Phe 
15 10 



<2 10 > 6 
<2 11> 29 
<212 > DNA 

<2 13 > Artificial Sequence 
<2 2 0 > 

<223 > Description of Artificial Sequence : Artificially 
Synthesized Sequence 

<22 0 > 

<221 > misc_feature 
<222 > (27) 

<223 > n indicates any one of a, t, c or g 
<4 0 0 > 6 

ctgaagctta tgaarathgc hathgcngg 



<2 10 > 7 
<2 11> 32 
<212 > DNA 

<2 13 > Artificial Sequence 
<22 0 > 

<223 > Description of Artificial Sequence : Artificially 
Synthesized Sequence 

<2 2 0 > 

<22 1> misc_feature 
<222 > (30) 

<223 > n indicates any one of a, t # c or g 
<4 0 0 > 7 

cagaagcttt gdccdccdgc ytgyarcatn ac 



< 2 10 > 8 
<2 11> 32 
<212 > DNA 

<2 13 > Artificial Sequence 
<2 2 0 > 

<223 > Description of Artificial Sequence : Art if icially 
Synthesized Sequence 

<22 0 > 

<22 1> misc_feature 
<222 > (30) 

<223 > n indicates any one of a, t, c or g 
<4 0 0 > 8 

ctgaagcttg gygthatgyt dcargchggn gg 



32 
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<2 10 > 9 
<2 11> 32 
<2 12 > DNA 

<213 > Artificial Sequence 
<22 0 > 

<223 > Description of Artificial Sequence : Artificially 
Synthesized Sequence 

<4 0 0 > 9 

gtcaagcttt adccrttyar raartcdaty tc 



<2 10 > 10 
<2 11 > 32 
<212 > DNA 

<2 13 > Artificial Sequence 
<22 0 > 

<223 > Description of Artificial Sequence : Artificially 
Synthesized Sequence 

<4 00 > 10 

ctgaagctta chgaratyga yttyytdaay gg 



<2 10 > 11 
<211> 785 
<2 12 > DNA 

<2 13 > Leuconostoc mesenteroides 



<4 0 0 > 11 

ggatttggtg cacttggtgc 
accgggattg atggttggcc 
gttaaagata atgatgcacc 
acaggcacat ttgatttaat 
acagatattc agcctattat 
ggtaatattg aagtgatggc 
ttatggacat cgtcactaat 
aaattacaag caattggcga 
ggcttaaacg ccgaaattac 
aacgcggtgc tcaatccttt 
gctggcaatg ccatggatct 
tcacaaggca ttaaagttga 
ccagaaaatg caggtaatca 
actga 



acgattaggt gtcatgctcc 
ggcacatatt gctgctatta 
acaaaagtat tttgtaccag 
tattttactc actaaaacac 
aacggatact acaaaattat 
aaagcacgtg tcacgccatc 
aaagccaggt gaaatacatg 
tgctgatgtc caaagtatag 
cccagatgtg atgacagcaa 
atccgtgttg ttaaatgcaa 
agcattgaat attctagatg 
cgttagtggt attatgacgg 
ttttccgtca atgtaccaag 



aggctggtgg ccatgaggtt 60 
atacaaaagg tttaacagtc 120 
ttatgccggc aagtgaagtg 180 
cacaactaga ccgcatgtta 240 
tggtattatc aaacggtttg 300 
aaattttggc tggtgtcaca 360 
ttactggtag tggctctatt 420 
cggatgcttt gaatcaggct 480 
tttggcataa ggcaggtatc 540 
atattgctga atttggcaca 600 
agatgaagca agttggtgcg 660 
acttgagtca gttacttaaa 720 
atattcaaaa tggtaaacgt 780 

785 



<2 10 > 12 
< 2 11 > 20 
<212 > DNA 

<2 13 > Artificial Sequence 
<22 0 > 

<223 > Description of Artificial Sequence : Artificially 
Synthesized Sequence 

<4 00 > 12 

tcacttgccg gcataactgg 
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<2 10 > 13 
<2 11 > 23 
<212 > DNA 

<213 > Artificial Sequence 
<22 0 > 

<22 3 > Description of Artificial Sequence : Artificially 
Synthesized Sequence 

<4 00 > 13 

gtcacaaggc attaaagttg acg 



<2 10> 14 
<2 11> 44 
<212 > DNA 

<213> Artificial Sequence 
<22 0 > 

<223 > Description of Artificial Sequence -.Artificially 
Synthesized Sequence 

<4 0 0 > 14 

gtcgaattct atcatgaaaa ttgcaattgc aggatttggt gcac 



<2 10 > 15 
<2 11> 58 
<212 > DNA 

<213 > Artificial Sequence 
<22 0 > 

<223 > Description of Artificial Sequence : Artificially 
Synthesized Sequence 

<4 0 0 > 15 

gataagctta ctagtattaa atttcaaagt tttcttgctg ttttgctaat ttaacacg 




